This data in brief article presents the data obtained during the validation of the optimized Biotyper Matrix Assisted Laser Desorption Ionization Time-of-Flight Mass Spectrometry (MALDI-TOF MS) database. The validation was performed by the different expertise laboratories, collaborating within the European Network for the Rapid Identification of Anaerobes (ENRIA) project, using 6309 human clinical anaerobic bacterial strains.
Main Spectral Profiles (MSPs) of ENRIA strains added to the next update of the database; and the V5 database complimented with the MSPs of all anaerobic clinical isolates collected within the ENRIA project. For a comprehensive discussion of the full dataset, please see the research article that accompanies this data article [1] & 2018 The Authors. Published by Elsevier Inc. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).
Specifications table

Subject area
Medical Microbiology
More specific subject area MALDI-TOF MS Type of data Assessment of the effect of the optimization of the Biotyper database for the identification of anaerobic bacteria was, by comparing the optimized database with the 'old' database.
Experimental features
Colonies of bacterial strains directly spotted on to a MALDI-TOF MS target plate and covered with matrix. If necessary, an on target extraction with 70% formic acid was performed prior to the addition of the matrix.
Data source location
Groningen, The Netherlands Data accessibility
Provided with this article
Value of the data
Demonstrates how the Biotyper MALDI-TOF MS system performs for the identification of anaerobic genera commonly encountered in human clinical specimens.
Highlights the performance of the Biotyper MALDI-TOF MS system with less commonly encountered genera/species of anaerobic bacteria (as it included a large number of isolates)
Collaboration of specialist expertise laboratories yielded a MALDI-TOF MS database optimized for the identification of a significant number of anaerobic species.
Data
The data presented shows the performance of the system for the identification of anaerobic bacteria, prior to and after optimization of the database [1] . The obtained identification of each strain is categorized by genus. The log-score is used to assess the reliability of the identification. An increase in the log score was interpreted as a more reliable identification. Therefore the number of strains with a higher log score after optimization are also shown in Table 1 . Mogibacterium spp. (7) M. timidum (7) 7 7 6 1 7
Filifactor spp. (9) F. alocis (9) 9 1 8 9 1 8 9
'Fenollaria massiliensis' (7) 7 7 7 7
Odoribacter spp. (7) O. splanchnicus (7) 7 4 3 3 7 7
Olsenella spp. (7) O. uli (6) 1 5 6 5 6 5 Olsenella spp. (1) Peptococcus niger (7) 1 6 2 5 7 2 5
